Background: India is one of the mega biodiverse countries with a large number of
Introduction

1
India is one of the mega biodiverse countries with a large number of endemic freshwater 2 fishes. A total of 946 freshwater fish species (endemic species: 195 nos) have been reported from 3 India (FishBase, 2017) . Among different ecosystems, caves and other subterranean habitats are 4 one of the most challenging environments for fishes. Nevertheless, bony fishes are the only 5 vertebrate group that has been successfully colonized these habitats (Soares & Niemiller, 2013) .
6
Due to their unique morphological adaptations such as lack of eyes and pigments, these cave 7 fishes / hypogean fishes have been used as a model organism to study the evolution of adaptive 8 traits (Romeo & Paulson, 2001 ). available from databases and resolved the phylogenetic relationship between different taxon 32 through in silico approach (Dangre et al., 2009; Vélez-Zuazo and Agnarsson, 2011) .
33
DNA sequences, Zhang & Hewitt, 1996) .
48
Model of evolution and phylogeny reconstruction methods
49
The sequences were aligned using ClustalW and genetic divergence values were Criterion (AIC), most likely sequence evolutionary models were selected.
58
Distance based (K2P models), Maximum Parsimony and Maximum likelihood analyses 59 were performed by PAUP* v.4.0b10 (Swofford, 2003) . For Maximum Parsimony analysis, all 60 characters were treated as unordered and un-weighted. A heuristic search for the most 61 parsimonious trees was conducted with random addition sequence (100 replicates) and tree 62 bisection-reconnection (TBR) branch-swapping. A majority-rule consensus tree was constructed 63 with 1000 bootstrap resampling (Felsenstein, 1985) homogeneity of base composition across the taxa indicated that there was no significant variation
84
(P = 0.99) in AT/GC content among species.
85
The species name for the COI sequences of Horaglanis genus were not described in
86
NCBI GenBank /BOLD databases. To confirm whether these COI sequences belongs to the 87 same species or not, genetic divergence values were estimated and the results revealed a genetic 88 distance value of "0" suggesting that the four specimens indeed belong to the same species of 89 genus Horaglanis.
90
The average genetic divergence value among genera Clarias, Clariallabes, Platyallabes,
91
Dolichallabes, Gymnallabes, Tanganikallabes and Channallabes was 0.082 ± 0.01. However, the average 92 genetic divergence value between these genera and genus Horaglanis was 0.296 ± 0.12 (Table 2) .
93
In the present study, degree of increase in genetic distance value (3X) among genera is more than 94 the previous reports (Ward et al., 2005; Lakra et al., 2011 Horaglanis as a primitive Silurid fishes (Bhimachar, 1933 , Mercy & Pillai, 2001 , Mercy et al., 2001 
